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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - protein search, using f rame_plus_n2p model 
Run on: May 25, 2006, 15:30:08 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



Search time 27 Seconds 
(without alignments) 
1630.739 Million cell updates/sec 



US-10-618-338-1 
600 

1 GACATTCAGATGACCCAGTC GGACCAAGCTGGAGCTGAAA 321 

BLOSUM62 

Xgapop 10.0 , Xgapext 0 . 5 
Ygapop 10.0 , Ygapext 0.5 
Fgapop 6.0 , Fgapext 7 . 0 
Delop 6.0 , Delext 7.0 



Searched : 



2589679 seqs, 457216429 residues 



5179358 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL=f rame +_ji2 p . mode 1 - DEV=x lp 

-Q=/abss/ABSSWEB__spool/US10618 3 3 8/runat_25052 00 6_111814_2 66 97/app_query . fasta_l 
-DB=A_Geneseq -QFMT=fastan -SUFFIX=n2p . rag -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bitS - START =1 -END=-1 -MATRIX=blosum62 -TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=2 0 0 -THR_SCORE=pct -THR_MAX=1 00 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL 
-OUTFMT=pto ~NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss02p 
-USER=US106 1833 8_@CGN_l_l_364_@runat_25052 0 06_l 118 14_26697 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG__SCORES=0 -WAIT -DSPBLOCK=10 0 - LONGLOG -DEVJTIMEOUT=12 0 
-WARN_TIMEOUT==30 - THREADS -1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP- 6 -FGAPEXT=7 
-YGAPOP-10 -YGAPEXT=0.5 -DELOP=6 -DELEXT-7 



Database 



A_Geneseq__8 : * 

1: geneseqpl980s : * 



hltp://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523242& 6/12/2006 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic 
Run on: 

Title: 



protein search, using f rame_plus__n2p model 
May 25, 2006, 15:41:33 



Search time 7 Seconds 
(without alignments) 
1204.171 Million cell updates/sec 



US-10-618-338-1 



Perfect score: 600 



Sequence : 



1 GACATTCAGATGACCCAGTC GGACCAAGCTGGAGCTGAAA 321 



Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched : 



650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 



1301182 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

-MODEL= frame +__n2p . model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US106183 3 8/runat_2 5052 00 6_111822__2 68 07/app_query . f asta_l 
-DB=Issued_Patents_AA -QFMT=fastan -SUFFIX=n2p . rai -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS -hum an 4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SC0RE=pct -THR_MAX=100 -THR__MIN=0 -ALIGN=15 
- MOD E= LOCAL -OUTFMT=pto -NORM- ex t -HEAPSIZE=50 0 -MINLEN=0 -MAXLEN=2000000000 
-HOST=abss02p -USER=US106183 38_@CGN_l_l_78_@runat_25052 006_111822_2 68 07 
-NCPU=6 -ICPU=3 -NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 
-DEV_TIMEOUT=120 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 
- FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0 . 5 -DELOP=6 -DELEXT=7 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 
2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_C0MB.pep: * 
3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_C0MB.pep: * 
4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_C0MB.pep: * 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523243&ItemName=... 6/12/2006 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM nucleic - protein search, using f rame_plus_n2p model 



Run on: May 25, 2006, 15:42:33 ; Search time 24.2 Seconds 

(without alignments) 
1843.289 Million cell updates/sec 

Title : US- 10-618 -338-1 

Perfect score: 600 

Sequence: 1 GACATTCAGATGACCCAGTC GGACCAAGCTGGAGCTGAAA 321 



Scoring table: 



BL0SUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched : 



2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 



4195594 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 

-MODEL= frame +_n2p . model -DEV=xlp 

-Q-/abss/ABSSWEB_spool/US10618 33 8/runat_25052 006_11182 5_2 68 57/app_query. fasta_l 
-DB=Published_Applications_AA_Main -QFMT=f astan -SUFFIX=n2p . rapbm 
-MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 -UNITS=bitS - START =1 - END = - 1 
-MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 -DOCALIGN=2 00 -THR_SCORE=pc t 
-THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL -0UTFMT=ptO -NORM=ext 
-HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss02p 

-USER=US10 6183 3 8_@CGN_l_l_342_@runat_250520 06_11182 5_26857 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK= 100 -LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 -FGAPEXT =7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB .pep : * 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523244&ItemName=... 6/12/2006 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM nucleic - protein search, using f rame__plus_n2p model 

Run on: May 25, 2006, 15:43:53 ; Search time 1.7 Seconds 

(without alignments) 
630.897 Million cell updates/sec 

Title: US-10-618-338-1 
Perfect score: 600 

Sequence: 1 GACATTCAGATGACCCAGTC GGACCAAGCTGGAGCTGAAA 321 

Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 

Searched: 56051 seqs, 11137335 residues 

Total number of hits satisfying chosen parameters: 112102 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

-MODEL= f rame+_n2p . model - DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10618 33 8/runat_2 5052 006_11182 8_26 9 08/app_query . f asta_l 
-DB=Published_Applications_AA_New -QFMT=fastan -SUFFIX=n2p . rapbn -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits - START =1 -END--1 -MATRIX=blosum62 
-TRANS=human4 0 .cdi -LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 - MODE = LOCAL -OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss02p 

-USER=US106183 38_@CGN_l_l_8_@runat_25052 0 06_11182 8_26 90 8 -NCPU=6 -ICPU=3 
-NOJVIMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=10 0 -LONGLOG -DEV_TIMEOUT=120 
-WARN_TIMEOUT=3 0 - THREADS = 1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT- 7 

Database : Published_Applications_AA_New: * 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523245&ItemName= .. 6/12/2006 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - protein search, using f rame_plus_n2p model 

Run on: May 25, 2006, 15:35:08 ; Search time 5.6 Seconds 

(without alignments) 
1654.585 Million cell updates/sec 

Title : US- 10- 618 -338-1 

Perfect score: 600 

Sequence: 1 GACATTCAGATGACCCAGTC GGACCAAGCTGGAGCTGAAA 321 



Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



566832 



Command line parameters: 

-MODEL= f rame +__n2p . model - DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10618 3 3 8/runat_25052 006_111819_2 672 8/app_query . fasta_l 
-DB=PIR -QFMT=fastan -SUFFIX=n2p . rpr -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT-0 
-UNITS=bits - ST ART =1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=2 00 ~THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LO C AL 
-0UTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 -HOST=abss 02p 
-USER=US10618 3 38_@CGN_l_l_63_@runat_2 50 52 006_111819_2 6728 -NCPU=6 -ICPU=3 
-NO__MMAP -NEG__SCORES = 0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=12 0 
-WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : PIR 80:* 



1 : 


pirl : * 


2 : 


pir2 : * 


3: 


pir3 : * 


4 : 


pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 



http://es/ScoreAccessWeb/Gettt^ 6/12/2006 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - protein search, using f rame_plus__n2p model 

Run on: May 25, 2006, 15:30:23 ; Search time 38.4 Seconds 

(without alignments) 
2319.766 Million cell updates/sec 



Title : US -10 -618 -338-1 

Perfect score: 600 

Sequence: 1 GACATTCAGATGACCCAGTC GGACCAAGCTGGAGCTGAAA 321 



Scoring table ; 



BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



5699196 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 
-MODEL=f rame+_n2p. model -DEV=xlp 

-Q=/abss/ABSSWEB_spool/US10618 33 8/runat_2 5052 006_111816_2 6708/app_query . fasta_l 
-DB=UniProt -QFMT=fastan -SUFFIX=n2p . rup -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits - ST ART =1 - END= - 1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN- 15 -MODE=LOCAL 
-OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 - HOST=abss02p 
-USER=US106183 38_@CGN_l_l_612_@runat_25052 006_1118 16_26708 -NCPU=6 -ICPU=3 
-NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK= 10 0 -LONGLOG -DEV_TIMEOUT= 12 0 
-WARNJTIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : UniProt_7 . 2 : * 

1 : uniprot__sprot : * 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523247&ItemName=... 6/12/2006 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 15:47:59 ; Search time 196 Seconds 

(without alignments) 
272.930 Million cell updates/sec 

US-10-618-338-4 
617 

1 EIQLQQSGPELVKPGASVQV RDVTTALDFWGQGTTLTVSS 117 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2589679 



Database 



A_Geneseq_8 : ■ 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523254&Item 6/12/2006 
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This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 
618-338-4.rai. 



start 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title : 

Perfect score: 
Sequence : 

Scoring table : 



Searched : 



May 25, 2006, 15:56:50 



US-10-618-338-4 
617 

1 EIQLQQSGPELVKPGASVQV . 



Search time 50 Seconds 
(without alignments) 
204.822 Million cell updates/sec 



. RDVTTALDFWGQGTTLTVSS 117 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 
650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



650591 



Database 



Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SlDS3 

5 : / EMC_Ce 1 e r r a_S I DS 3 

6 : /EMC__Celerra_SIDS3 

7: /EMC Celerra SIDS3 



/ptodata/2/iaa/5_COMB . pep : * 
/ptodata/2/iaa/6_COMB . pep : * 
/ptodata/2/iaa/7_COMB . pep : * 
/ptodata/2 /iaa/H_COMB . pep : * 
/ptodata/2/iaa/PCTUS_COMB . pep : * 
/ptodata/2/iaa/RE_COMB .pep : * 
/ptodata/2 /iaa/backf ilesl .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB 



ID 



Description 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqld=523255&ItemName-... 6/12/2006 
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Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-4. rapbm. 

start 

Go Back to previous p age 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



May 25, 2006, 15:57:29 ; Search time 181 Seconds 

{without alignments) 
299.426 Million cell updates/sec 

US-10-618-338-4 
617 

1 EIQLQQSGPELVKPGASVQV RDVTTALDFWGQGTTLTVSS 117 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2097797 seqs, 463214858 residues 



2097797 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 

Database : Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07__PUBCOMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338i&seqId==523256&ItemName=... 6/12/2006 
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SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
4.rapbn. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Sugg estions 



This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 

338-4. rapbn. 

start 

Go Back to previous 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



May 25, 2006, 15:58:24 ; Search time 15 Seconds 

(without alignments) 
86.871 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



US-10-618-338-4 
617 

1 EIQLQQSGPELVKPGASVQV. 



. RDVTTALDFWGQGTTLTVSS 117 



BL0SUM62 
Gapop 10.0 



Gapext 0 . 5 



56051 seqs, 11137335 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



56051 



Database 



Published_Applications_AA_New : 
SIDS3/ptodata/ 
SIDS3/ptodata/ 
SIDS3/ptodata/ 
_SIDS3/ptodata/ 
_SIDS3/ptodata/ 
SIDS3/ptodata/ 
SIDS3/ptodata/ 
SIDS3/ptodata/ 



/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC Celerra 



2 /pubpaa/US09_NEW_PUB . pep : * 
2 /pubpaa/US06_NEW_PUB . pep : * 
2 /pubpaa/US07_NEW_PUB . pep : * 
2 /pubpaa/US08_NEW_PUB . pep : * 
2 /pubpaa/ PCT_NEW_PUB . pep : * 
2/pubpaa/US10_NEW_PUB .pep : * 
2/pubpaa/USll_NEW_PUB .pep : * 
2/pubpaa/US60_NEW_PUB .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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SCORE Search Results Details for Applicath 

Score Home Pa ge Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 
start 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein 



Run on: 



protein search, using sw model 
May 25, 2006, 15:51:49 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Search time 38 Seconds 
(without alignments) 
296.246 Million cell updates/sec 



US-10-618-338-4 
617 

1 EIQLQQSGPELVKPGASVQV RDVTTALDFWGQGTTLTVSS 117 

BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



283416 



Post-processing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

PIR 80:* 



pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 





Score 


Match 


Length 


DB 


ID 


Description 


1 


468.5 


75 . 9 


137 


2 


H32513 


Ig heavy chain pre 


2 


465.5 


75 .4 


139 


2 


A27609 


Ig heavy chain pre 


3 


463 


75 .0 


117 


1 


MHMS4E 


Ig heavy chain V r 


4 


463 


75 . 0 


140 


2 


T01407 


Ig heavy chain (my 


5 


461.5 


74 .8 


128 


2 


137267 


Ig heavy chain V r 


6 


460 


74 .6 


117 


1 


MHMSJ5 


Ig heavy chain V r 


7 


452.5 


73 .3 


119 


2 


F30502 


Ig heavy chain V r 


8 


449 


72 .8 


118 


2 


PL0200 


anti-DNA autoantib 
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SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
4,rup. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-4.rup. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: May 25, 2006, 15:48:19 ; Search time 297 Seconds 

(without alignments) 
364.400 Million cell updates/sec 



Title: US-10-618-338-4 
Perfect score: 617 

Sequence: 1 EIQLQQSGPELVKPGASVQV RDVTTALDFWGQGTTLTVSS 117 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


476.5 


77 


2 


481 


2 


Q8VCV5_ 


_M0USE 


Q8vcv5 


mus 


musculu 


2 


475 


77 


0 


117 


2 


Q9QXF0~ 


"mouse 


Q9qxf 0 


mus 


musculu 


3 


474 


76 


8 


117 


2 


Q9QXE9~ 


~M0USE 


Q9qxe9 


mus 


musculu 


4 


470 


76 


2 


134 


2 


Q65ZR6~ 


_M0USE 


Q65zr6 


mus 


musculu 
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This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-5. rag. 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Bioccelerat ion Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:01:34 ; Search time 76.8704 Seconds 

(without alignments) 
41.635 Million cell updates/sec 



Title: 

Perfect score : 
Sequence : 

Scoring table : 



US-10-618-338-5 
32 

1 LASQTID 7 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 



Searched: 



2589679 seqs , 457216429 residues 



Total number of hits satisfying chosen parameters; 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



2589679 



Database 



A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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SCORE Search Results Details for Application 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:27:16 ; Search time 20.2222 Seconds 

(without alignments) 
30.299 Million cell updates/sec 



Title : US- 10 -618 -3 3 8 -5 

Perfect score: 32 
Sequence: 1 LASQTID 7 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 650591 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 

Listing first 1000 summaries 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra__SIDS3/ptodata/2/iaa/7_C0MB.pep: * 

4 : /EMC__Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra__SIDS3/ptodata/2/iaa/PCTUS_COMB .pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_C0MB.pep : * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

o 

Result Query 

No. Score Match Length DB ID Description 

1 32 100.0 7 1 US-08-814-806-5 Sequence 5, Appli 

2 32 100.0 7 2 US-09-293-854-5 Sequence 5, Appli 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: May 25, 2006, 16:27:55 



Search time 65.9815 Seconds 
{without alignments) 
49.143 Million cell updates/sec 



Title : 

Perfect score : 
Sequence : 



US-10-618-338-5 
32 

1 LASQTID 7 



Scoring table: BLOSUM62 

Gapop 10.0 



Gapext 0 . 5 



Searched: 



2097797 seqs, 463214858 residues 



2097797 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07J?UBC0MB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6 : /EMC_CelerrajSIDS3/ptodata/2/pubpaa/USll_PUBC0MB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



32 100.0 
32 100.0 
32 100.0 



7 3 US-09-293-854-5 
7 3 US-09-990-586-5 
7 4 US-10-293-417-5 



Sequence 5, Appli 
Sequence 5, Appli 
Sequence 5, Appli 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:31:10 ; Search time 3.37037 Seconds 

(without alignments) 
23.131 Million cell updates/sec 



Title : 

Perfect score : 
Sequence : 



US-10-618-338-5 
32 

1 LASQTID 7 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



56051 seqs, 11137335 residues 



'Total number of hits satisfying chosen parameters: 



56051 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Published_Applications__AA_New : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09 JSTEWJPUB .pep : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB .pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/usiO_NEW_PUB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 
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A;Cross-references: UNIPROT:Q57532; UNIPARC:UPI000016FAEB; EMBL:Z70722; NID:el059634; 
C;Accession: T08621 R;Mack, GJ.; Rees, J.; Sandblom, O.; Balczon, R.; Fritzler, MJ.; Rattner, J.B 
A;Experimental source: cell line HeLa Query Match 84.4%; Score 27; DB 2; Length 2442; Best Loc 
2.5 through gene 9. A;Reference number: S07500; MUID:90133923; PMID:2614843 A;Accession: 
conserved hypothetical protein Atu2325 [imported] - Agrobacterium tumefaciens (strain C58, Dupe 
C; Rouse, G.; Saenphimmachak, C; Wu, Z.; Gordon, D.; Eisen, J. A.; Paulsen, I.; Karp, P.; Romer 
type: DNA A;Residues: 1-120 A;Cross-references: UNIPROT:Q8UD03; UNIPARC:UPI00000D1E6F; ■ 
A84347 hypothetical protein Vngl962c [imported] - Halobacterium sp. NROl C;Species: Halobact< 
T.A.; Peck, R.F.; Pohlschrod, M.; Spudich, J.L; Jung, K.H.; Alam, M.; Freitas, T. Proc. Natl. Acad. E 
NID:gl0581398; PIDN:AAG20141.1; GSPDB:GN00138 C;Genetics: A;Gene: VNG1962C Query Mat 
Eisen, J. A.; Nelson, W.C.; Clayton, R.A.; Gwinn, M.L.; Dodson, R.J.; Haft, D.H.; Hickey, E.K.; Peter 
A82035; MUID:20406833; PMID: 10952301 A;Accession: G82403 A;Status: preliminary A;Molecul€ 
Indels 0; Gaps 0; Qy 1 LASQTID 7 |||| || Db 206 LASQLID 212 RESULT 46 D49939 hypothetical pr 
A49939; MUID:94042918; PMID:8226689 A;Accession: D49939 A;Status: preliminary A;Molecule 
1; Mismatches 0; Indels 0; Gaps 0; Qy 2 ASQTID 7 1 1 1 1 : | Db 36 ASQTLD 41 RESULT 47 153142 ge 
RNAs. A;Reference number: 153142; MUID:94326666; PMID:8050375 A;Accession: 153142 A;Stat 
Db 80 LAGQTLD 86 RESULT 48 A47318 RNA-binding protein Raly - mouse C;Species: Mus musculu 
A;Molecule type: nucleic acid A;Residues: 1-296 A; Cross- references: UNIPARC:UPI0000022C47 A; 
horikoshii C;Date: 14-Aug-1998 #sequence_revision 14-Aug-1998 #text_change 12-Jul-2004 C;Ac 
sequence and gene organization of the genome of a hyper-thermophilic archaebacterium, Pyrococc 
replaced by GenBank C;Genetics: A;Gene: PH1076 Query Match 81.2%; Score 26; DB 2; Length 3 
L.; Wood, G.E.; Chen, Y.; Woo, L.; Kitajima, J. P.; Okura, V.K.; Almeida Jr., N.F.; Zhou, Y.; Bovee ! 
S.V.; Tomb, J.; Gordon, M.P.; Olson, M.V.; Nester, E.W. A;Title: The Genome of the Natural Genet 
81.2%; Score 26; DB 2; Length 308; Best Local Similarity 85.7%; Pred. No. 1.9e+02; Matches 6; 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



May 25, 2006, 16:14:40 



Search time 11.6667 Seconds 
(without alignments) 
57.730 Million cell updates/sec 



Title : 

Perfect score 
Sequence : 



US-10-618-338-5 
32 

1 LASQTID 7 



Scoring table 



BL0SUM62 
Gapop 10.0 



Gapext 0 . 5 



Searched: 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 



283416 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 
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Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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618-338-5. rup. 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:01:54 ; Search time 93.8519 Seconds 

(without alignments) 
68.993 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



Searched : 



US-10-618-338-5 
32 

1 LASQTID 7 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2849598 seqs, 925015592 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 

Listing first 1000 summaries 



2849598 



Database 



UniProt_7 .2 : * 
1 : uniprot_sprot : * 
2: uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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32 
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0 


283 


1 


YJ81_YEAST 


P47148 


saccharomyc 
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32 
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361 
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Q4Y5Y4_PLACH 


Q4y5y4 


Plasmodium 
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32 


100 
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403 
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Q4 8NE6_PSE14 


Q48ne6 


pseudomonas 
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my c top hum a 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523265i&ItemName= 



6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 77 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
6. rag. 
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This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-6. rag. 

start 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 16:01:34 ; Search time 76.8704 Seconds 

(without alignments) 
41.635 Million cell updates/sec 

US-10-618-338-6 
33 

1 AATNLAD 7 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



2589679 



Database 



A__Geneseq_8 : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl98 0s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2 001s : * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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SCORE Search Results Details for Applicatioi 
10618338 and Search Result us-10-618-338-6 



Score Home Pa ge Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 

6.rai. 

start 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
May 25, 2006, 16:27:16 



Run on: 



Title : 

Perfect score: 
Sequence : 

Scoring table : 



Search time 20.2222 Seconds 
(without alignments) 
30.299 Million cell updates/sec 



US-10-618-338-6 
33 

1 AATNLAD 7 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



650591 



Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB .pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

7 : /EMC_Celerra_jSIDS3/ptodata/2/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 33 100.0 7 1 US-08-814-806-6 

2 33 100.0 7 2 US-09-293-854-6 



Sequence 6, Appli 
Sequence 6, Appli 
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OM protein 



Run on: 



protein search, using sw model 
May 25, 2006, 16:27:55 



Search time 65.9815 Seconds 
(without alignments) 
49.143 Million cell updates/sec 



Title : 
Perfect score: 33 
Sequence : 



US-10-618-338-6 



1 AATNLAD 7 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



2097797 seqs, 463214858 residues 



2097797 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB .pep : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB .pep: * 

3 : / EMC_Ce le rra_S IDS 3 /p toda t a / 2 /pubpaa /US 0 9_PUBCOMB . pep : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6 : / EMC_Ce 1 e r r a_S IDS 3 /p toda t a / 2 /pubpaa / US 1 l_PUBCOMB . pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB 



ID 



Description 



1 33 100.0 7 3 US-09-293-854-6 

2 33 100.0 7 3 US-09-990-586-6 

3 33 100.0 7 3 US-09-791-551-26 



Sequence 6, Appli 
Sequence 6, Appli 
Sequence 26, Appl 
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GenCore version 5.1.8 
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OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:31:10 ; Search time 3.37037 Seconds 

(without alignments) 
23.131 Million cell updates/sec 



Title: 



Sequence : 
Scoring table : 



US-10-618-338-6 



Perfect score: 33 



1 AATNLAD 7 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



56051 seqs, 11137335 residues 



Total number of hits satisfying chosen parameters: 56051 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database 



Published_Applications_AA_New: • 

1 : /EMC_Celerra_SIDS3/ptodata/ 

2 : /EMC_Celerra_SIDS3/ptodata/ 

3 : /EMC_Celerra_SIDS3/ptodata/ 

4 : /EMC_Celerra_SIDS3/ptodata/ 

5 : /EMC_Celerra_SIDS3/ptodata/ 

6 : /EMC_Celerra_SIDS3/ptodata/ 

7 : /EMC_Celerra_SIDS3/ptodata/ 

8 : /EMC_Celerra_SIDS3/ptodata/ 



2 /pubpaa / US 0 9_NEW_PUB . pep 
2 / pubpa a / US 0 6 _NEW_PUB .pep 
2/pubpaa/US07_NEW_PUB.pep 
2 /pubpaa/USO 8_NEW_PUB . pep 
2 /pubpaa/ PCT_NEW_PUB . pep : * 
2/pubpaa/US10_NEW__PUB .pep 
2 /pubpaa /US 1 1_NEW_PUB . pep 
2 /pubpaa /US 6 0_NEW_PUB . pep 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 
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A; Cross-references: UNIPARC:UPI00000D3B10; GB:Z95207; GB:AL123456; NID:g3261745; PIDN: 
(fragment) C;Species: Mus musculus (house mouse) C;Date: 29-Aug-1987 #sequence_revision 29 
A;Residues: 1-71 A; Cross-references: UNIPARC:UPI0000115D36; GB:X03388; NID:g52171; PIDN 
mouse) C;Date: 30-Aug-1991 #sequence_revision 30-Aug-1991 #text_change 21-Jan-2000 C;Acc 
UNIPARC:UPI000011517E; GB:M57988; NID:gl96421; PIDN:AAA63368.1; PID:gl96422 C;Superf 
common tobacco (fragments) C;Species: Nicotiana tabacum (common tobacco) C;Date: 08-Dec-l? 
preliminary A;Molecule type: protein A;Residues: 1-109 A;Cross-references: UNIPR0T:Q7M1Y2; Ul 
influenzae C;Date: 18-Aug-1995 #sequence_revision 18-Aug-1995 #text_change 09-Jul-2004 C;A 
Fritchman, J.L.; Fuhrmann, J.L.; Geoghagen, N.S.M. Science 269, 496-512, 1995 A;Authors: Gneh 
GB:L42023; NID:gl574281; PIDN:AAC23101.1; PID:gl574291; TIGR:HI1453 C;Superfamily: Baci 
#sequence_revision ll-Jan-2002 #text_change 09-Jul-2004 C;Accession: AC2648 R;Wood, D.W.; 
2001 A;Authors: Yoo, H.; Tao, Y.; Biddle, P.; Jung, M.; Krespan, W.; Perry, M.; Gordon-Kamm, B.; 
PIDN:AAL41601.1; PID:gl7738938; GSPDB:GN00186 A;Experimental source: strain C58 (Dupont) 
#sequence_revision 30-Sep-2001 #text_change 09-Jul-2004 C;Accession: B97430 R;Goodner, B.; 
Biotechnology Agent Agrobacterium tumefaciens C58. A;Reference number: A97359; MUID:21608! 
Mismatches 0; Indels 0; Gaps 0; Qy 1 AATNLAD 7 1 1 1 : 1 1 1 Db 37 AATSLAD 43 RESULT 20 A53191 h 
number: A53191; MUID:94170372; PMID:8124711 A;Accession: A53191 A;Status: preliminary A;l 
protein - slime mold (Didymium iridis) C;Species: Didymium iridis C;Date: 06-Jan-1995 #sequenc€ 
UNIPROT:Q07480; UNIPARC:UPI0000178A7F; EMBL:X71792 C;Superfamily : slime mold ribozyme 
Jul-2004 C;Accession: AI0199 R;Parkhill, J.; Wren, B.W.; Thomson, N.R.; Titball, R.W.; Holden, M. 
A;Title: Genome sequence of Yersinia pestis, the causative agent of plague. A;Reference number: > 
Length 371; Best Local Similarity 85.7%; Pred. No. 81; Matches 6; Conservative 1; Mismatches 0; 
M.; Sasamoto, S.; Kimura, T.; Hosouchi, T.; Matsuno, A.; Muraki, A.; Nakazaki, N.; Naruo, K.; Oki 
sequence not shown; translation not shown A;Molecule type: DNA A;Residues: 1-416 A;Cross-refei 
Conservative 0; Mismatches 1; Indels 0; Gaps 0; Qy 1 AATNLAD 7 || |||| Db 141 AAVNLAD 147 RE 
1998 A;Title: The genome sequence of Rickettsia prowazekii and the origin of mitochondria. A; Reft 
C;Function: A; Description: may impart resistance to DNA alkylation C;Superfamily: DNA repair pro 
AATNLAD 7 1 1 1 1 1 | Db 147 AATNLED 153 RESULT 25 T12203 transcription factor Vpl - common ice 
A;Molecule type: mRNA A;Residues: 1-790 A;Cross-references: UNIPROT:O80394; UNIPARC:UPI0( 
C;Species: Caulobacter crescentus C;Date: 20-Apr-2001 #sequence_revision 20-Apr-2001 #text_c 
Ermolaeva, M,; White, O.; Salzberg, S.L.; Shapiro, L.; Venter, J.C.; Fraser, CM. Proc. Natl. Acad, i 
iron receptor 1; tonB-dependent receptor amino-terminal homology; tonB-dependent receptor cart 
#sequence_revision 17-Jul-1998 #text_change 09-Jul-2004 C;Accession: H70987 R;Cole, ST.; Bn 
S. Nature 393, 537-544, 1998 A;Authors: Sqares, R.; Sulston, J.E.; Taylor, K.; Whitehead, S.; Bar 
A;Cross-references: UNIPROT:O06794; UNIPARC:UPI0000138EA7; GB:Z95890; GB:AL123456; Nil 
(house shrew) C;Date: 23-Sep-1997 #sequence_revision 23-Sep-1997 #text_change 05-Oct-2004 
protein A; Residues: 1-66 A;Cross-references: UNIPROT:P81497; UNIPARC:UPI00001315C1 C;Com 
42 A ATE LAD 48 RESULT 29 AI0869 conserved hypothetical protein STY3178 [imported] - Salmonel 
Basham, D.; Brooks, K.; Chillingworth, T.; Connerton, P.; Cronin, A.; Davis, P.; Davies, R.M.; Dow 
MUID:21534947; PMID: 11677608 A;Accession: AI0869 A;Status: preliminary A;Molecule type: DN 
B95116 hypothetical protein SP1007 [imported] - Streptococcus pneumoniae (strain TIGR4) C;Spe 
A.M.; Utterback, T.R.; Hansen, C.L.; McDonald, L.A.; Feldblyum, T.V.; Angiuoli, S.; Dickinson, T.; I 
UNIPROT:Q97R32; UNIPARC:UPI000005169A; GB:AE005672; PIDN:AAK75123.1; PID:gl4972480; 
C;Date: 22-Oct-2001 #sequence_revision 22-Oct-2001 #text_change 09-Jul-2004 C;Accession: H\ 
5709-5717, 2001 A;Authors: Yang, Y.; Young-Bellido, M.; Zhao, G.; Zook, C; Baltz, R.H.; Jaskuna 
Query Match 81.8%; Score 27; DB 2; Length 209; Best Local Similarity 85.7%; Pred. No. 76; Mate 
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Thorsson, V.; Sbrogna, J.; Swartzell, S.; Weir, D.; Hall, J.; Dahl, T.A.; Welti, R.; Goo, Y.A.; leithai 
Halobacterium species NRC-1. A;Reference number: A84160; MUID:20504483; PMID: 11016950 A; 
Mismatches 1; Indels 0; Gaps 0; Qy 1 AATNLAD 7 ||| ||| Db 139 AATGLAD 145 RESULT 33 T35646 
GB/EMBL/DDBJ A;Molecule type: DNA A;Residues: 1-322 A;Cross-references: UNIPROT:Q9ZBR7; I 
H64143 hypothetical protein HI0146 - Haemophilus influenzae (strain Rd KW20) C;Species: Haemc 
E.; Cotton, M.D.; Utterback, T.R.; Hanna, M.C.; Nguyen, D.T.; Saudek, D.M.; Brandon, R.C.; Fine, 
A;Residues: 1-329 A; Cross-references: UNIPROT:P44542; UNIPARC:UPI0000139362; GB:U32700; 
homolog, ubiquitin-like protein - fission yeast (Schizosaccharomyces pombe) C;Species: Schizosao 
UNIPARC:UPI000013A17B; EMBL:Z69240; PIDN:CAA93239.1; GSPDB:GN00066; SPDB:SPAC26A3 
names: protein D9954.7; protein YDR268w; tryptophanyl-tRNA synthetase C;Species: Saccharom> 
PIDN:AAB64452.1; PID:gl230641; GSPDB:GN00004; MIPS:YDR268w R;Entrup, R.; Langgut, W.; I 
15377, 1985 A;Title: MSW, a yeast gene coding for mitochondrial tryptophanyl-tRNA synthetase. A 
C; Keywords: aminoacyl-tRNA synthetase; ATP; ligase; mitochondrion; protein biosynthesis Query I 
A.; Ecker, J.R.; Palm, C.J.; Federspiel, N.A.; Kaul, S.; White, O.; Alonso, J.; Altaf, H.; Araujo, R.; E 
Kremenetskaia, I.; Kurtz, D.B.; Kwan, A.; Lam, B.; Langin-Hooper, S.; Lee, A.; Lee, J.M.; Lenz, C. 
D.; Yu, G.; Fraser, CM.; Venter, J.C.; Davis, R.W. A;Title: Sequence and analysis of chromosome 
homology Query Match 81.8%; Score 27; DB 2; Length 419; Best Local Similarity 85.7%; Pred. Nc 
M.; Tsagris, M. submitted to the EMBL Data Library, August 1993 A;Description: Structure and exp 
1118, 1995 A;Title: Structure and expression of LeMA-1, a tomato protein belonging to the SEC18- 
homology C;Keywords: ATP; nucleotide binding; P-loop F; 184-394/Domain: FtsH/SEC18/CDC48-ty 
pneumoniae C;Date: 03-Aug-2001 #sequence_revision 03-Aug-2001 #text_change 09-Dec-2002 ( 
Science 293, 498-506, 2001 A;Authors: Loftus, B.J.; Yang, F.; Smith, H.O.; Venter, J.C.; Doughert 
A;Experimental source: strain TIGR4 C;Genetics: A;Gene: SP2144 C;Superfamily: uncharacterized 

09- Dec-2002 C;Accession: E98115 R;Hoskins, J.A.; Alborn Jr., W.; Arnold, J.; Blaszczak, L.; Burge 
Zook, C; Baltz, R.H.; Jaskunas, S.R.; Rosteck Jr., P.R.; Skatrud, P.L.; Glass, J.I. A;Title: Genome - 
Length 434; Best Local Similarity 85.7%; Pred. No. 1.7e+02; Matches 6; Conservative 0; Mismatcl 
S.; Jagels, K.; Karlyshev, A.; Moule, S.; Pallen, M.J.; Penn, C.W.; Quail, M.; Rajandream, M.A.; Ru 
GB:AL111168; NID:g6967505; PIDN:CAB72573.1; PID:g6967583; GSPDB:GN00120; CJSP:Cj008S 

10- May-2001 #text_change 31~Dec-2004 C;Accession: H89251 R;anonymous, The C. elegans Seq 
1999 A;Accession: H89251 A;Status: preliminary A;Molecule type: DNA A;Residues: 1-457 A;Cros< 
43 A81722 glutamyl-tRNA(Gln) amidotransferase chain ATC0271 [imported] - Chlamydia muridan 
J.; McClarty, G.; Salzberg, S.L; Eisen, J.; Fraser, CM. Nucleic Acids Res. 28, 1397-1406, 2000 A;l 
source: strain Nigg (MoPn) C;Genetics: A;Gene: TC0271 C;Superfamily: indoleacetamide hydrolase 
C;Accession: F71568 R;Stephens, R.S.; Kalman, S.; Lammel, C.J.; Fan, J.; Marathe, R.; Aravind, L 
GB:AE001273; NID:g3328388; PIDN:AAC67593. 1; PID:g3328391 A;Experimental source: serotype 
C;Species: Chlamydophila pneumoniae, Chlamydia pneumoniae C;Date: 23-Apr-1999 #sequence_j 
A;Residues: 1-492 A;Cross-references: UNIPROT:Q9Z9G7; UNIPARC:UPI000012B114; GB:AE0015 
1397-1406, 2000 A;Title: Genome sequences of Chlamydia trachomatis MoPn and Chlamydia pneu 
hydrolase Query Match 81.8%; Score 27; DB 2; Length 492; Best Local Similarity 100.0%; Pred. I\ 
Tabuchi, M.; Kishi, F.; Ouchi, K.; Shiba, T.; Ishii, K.; Hattori, M.; Kuhara, S.; Nakazawa, T. Nucleic 
C;Genetics: A;Gene: gatA C;Superfamily: indoleacetamide hydrolase Query Match 81.8%; Score 2 
hydroxylase beta chain N;Contains: procollagen-proline dioxygenase (EC 1.14.11.2) beta chain; th 
A38362; MUID:90368750; PMID:1697592 A;Accession: A38362 A;Molecule type: mRNA A;Residue 
isomerase; thioredoxin homology C;Keywords: ascorbic acid; duplication; endoplasmic reticulum; I 
F;313-344/Disulfide bonds: #status predicted Query Match 81.8%; Score 27; DB 1; Length 509; B 
number: Z20390 A;Accession: T27588 A;Status: preliminary; translated from GB/EMBL/DDBJ A;M< 
85.7%; Pred. No. 2.1e+02; Matches 6; Conservative 0; Mismatches 1; Indels 0; Gaps 0; Qy 1 AAT 
R.L.; Goltry, L.; Tolentino, E.; Westbrook-Wadman, S.; Yuan, Y.; Brody, L.L.; Coulter, S.N.; Folger 
A;Cross-references: UNIPROT:Q9I280; UNIPARC:UPI00000C5567; GB:AE004629; GB:AE004091; I 
AATNLAD 7 1 1 : | : 1 1 Db 57 AASNMAD 63 RESULT 50 B41873 dnaK-type molecular chaperone dnaK - 
A;Reference number: A41873; MUID:92250425; PMID: 1577695 A;Accession: B41873 A;Status: pr 
Similarity 71.4%; Pred. No. 2.4e+02; Matches 5; Conservative 2; Mismatches 0; Indels 0; Gaps 0; 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 
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OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:14:40 ; Search time 11.6667 Seconds 

(without alignments) 
57.730 Million cell updates/sec 

Title: US-10-618-338-6 
Perfect score: 33 
Sequence: 1 AATNLAD 7 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs , 96216763 residues 



Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 

Listing first 1000 summaries 



Database 



PIR 80:* 
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pir3 
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pir4 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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No. Score Match Length DB ID 



Description 



1 


33 


100 


0 


77 


2 


G28840 


Ig kappa chain V r 


2 


33 


100 


0 


81 


2 


S22024 


Ig kappa chain - m 


3 


33 


100 


0 


84 


2 


E28840 


Ig kappa chain V r 


4 


33 


100 


0 


843 


2 


S33442 


EF protein - Strep 


5 


33 


100 


0 


1822 


2 


S33441 


EF protein - Strep 


6 


30 


90 


9 


326 


2 


S36705 


dUTP diphosphatase 


7 


30 


90 


9 


580 


1 


A34965 


62K membrane antig 


8 


30 


90 


9 


580 


1 


S15577 


62K membrane antig 


9 


29 


87 


9 


95 


2 


S26333 


Ig kappa chain V r 


10 


29 


87 


9 


111 


2 


S24217 


Ig kappa chain - m 


11 


29 


87 


9 


114 


2 


PT0358 


Ig kappa chain V r 


12 


29 


87 


9 


383 


2 


T04427 


hypothetical prote 


13 


29 


87 


9 


615 


2 


H70589 


hypothetical glyci 


14 


28 


84 


8 


71 


2 


F28840 


Ig kappa chain V r 


15 


28 


84 


8 


101 


2 


B37262 


Ig kappa chain V r 


16 


28 


84 


8 


109 


2 


B32106 


glucan endo-l,3-be 


17 


28 


84 


8 


156 


2 


D64124 


regulatory protein 


18 


28 


84 


8 


175 


2 


AC2648 


conserved hypothet 


19 


28 


84 


8 


185 


2 


B97430 


hypothetical prote 


20 


28 


84 


8 


261 


2 


A53191 


hypothetical prote 


21 


28 


84 


8 


261 


2 


S33356 


hypothetical prote 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523270&ItemName=... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us- 10-6 18-3... Page 4 of 26 



9 9 


9 ft 
z o 


R4 


8 


371 


2 


AI0199 


t*PMA (j;_mpfhvlamin 




9 fl 


84 


8 


416 


2 


S75793 


nnl v (A) Dolvmpra 1 ?? 


Z fi 


9 R 
z o 


R4 
o*± , 


p 


44 8 


1 


A7 1659 


DMA TPDa H t nrntpi n 

U Vi r\ A. C UXi. J- v— / 


9 fi 


28 


84 


8 


790 


2 


T12203 


transcription fact 


9 fi 
z o 


9R 


R4 


R 


RSI 

O -J -L 


2 


D87252 


TnnR - d^npneipnt rpc 


97 


28 


84 


8 


914 


2 


H70987 


hvnothet"iral alvci 


9 ft 
z o 


2 7 


R 1 


o 
. o 


66 


2 


PC436 0 


npn<; "i nncrpn A — Hon 


9 Q 

Z J7 


9 7 


R 1 


p 


199 


2 


AT 0869 


rnntjprvpd h\mot"hpt" 

luiioci v il y yj \j lie l> 


~k n 

J u 


97 


R 1 

o x . 


p 


2 0 9 


2 


B95116 


n vTJot - Vip t i 1 DTntP 


7 1 

J X 


9 7 


R 1 

O X . 


p 


9 0 9 

6 V J 


2 


H97 98 5 


hvnnf hp 1~ "i cz\ 1 r)7*fit"p 


^9 


9 7 


R 1 

O X , 


p 

. o 


232 


2 


AR42 7 6 






2 7 


8 1 


p 


32 2 


2 


T35646 


riToh^hl p till ami n m 


74 


9 7 
z / 


R 1 

o x , 


p 


7 9 9 

J Z Zf 


2 


H64 14 3 


rrvrnot - hp t~ "i 1 irrofp 


•j -j 


9 7 
z / 


R 1 

O X . 


p 


j J *i 


2 


T38404 


vpflcf rt^lc9 hnmol oq 


3 6 


27 


8 1 


, 8 


379 


1 


YWBYM 


trvtotODhan - tRNA li 




9 7 


R 1 

O X . 


p 


41 9 

M X ^ 


2 


V_ O U J 


hvnnt"hpfi ral nrntp 


7 ft 


9 7 
Z / 


R 1 

O X . 


p 


4 2 3 


2 


ccfifi79 


nrnhahl p 9 fi R DTOtp 


7 Q 


9 7 


R 1 

O X , 


p 


42 6 


2 


H95250 


rnn^PTVPrf rivDOthpt" 


ft u 


9 7 
Z / 


R 1 

O X . 


Q 

, b 


4 9 4 


9 
z 


pqoi i c 


LUiiscx vcu iiy L-iic; u 


A 1 


Z / 


Q 1 

O X . 


Q 

, o 


ft D J 


z 


APT /IOC 
/•ib Xfi z o 


pxOXJdXJXc X X pvJLJX L> Lc 


A 9 
ft Z 


9 9 
Z / 


O X . 


. b 


4^7 
ft D / 


9 
z 


up q 9 m 

no -7 Z 9 X 


nrn t-oi n 7^4fifi fi T "! 
JJX vJ L»c X If tiLi j j . o L -1- 


ft 3 


9 9 
Z / 


R 1 


Q 
, b 


4 9 1 
ft -7 X 


9 
z 


AO 199 9 

MO X / Z Z 


y lULaiuy i l-ivim^-v \ vjx n \ 


4 4. 
ft ft 


9 7 


R 1 

O X . 


P 


4 91 

*± 1/ X 


2 


F71 fifiR 
r / x j o o 


nrnhahl p crli]-t*RNA 

VJ X. W XJ Cl Ks X C M X U O XVXN . \ 


4 fi 
ft D 


9 9 
Z / 


R 1 

O X . 


Q 
. b 


4 9 9 
ft J7 Z 


z 


H7 9 19 0 
fl / Z X J u 


rrlnhamvl -t-RNAffJln* 
y i ULciiiiy i L.r\.iN/A \ ox ii / 


A fi 
ft O 


9 9 
Z / 


R 1 

O X . 


Q 
, b 


4 9 9 
ft J7 Z 


z 


PR fi4 9 1 


f9ln t"PWA nl n am-i 

OX Li L.1VXN/-1 OX 11 CllllX^XO 




9 9 
Z / 


R 1 

o x , 


Q 
. b 


D u y 


T 

X 


A9 R 9 fi 9 


-rr^ t" «=k "i "n Hi ciiil f i Hp- 

LyXLJLtrXll UxoUlllUC 


4 ft 
fi O 


9 7 
Z / 


R 1 
O x , 


P 


D J ft 


9 


T9 7 RR R 

± Z / D O O 


liypULUCLXLClX kJ X. C- 


fi -7 


9 9 
Z / 


R 1 

O x . 


Q 
. b 


R9 

D D Z 


9 

Z 


up 9 9 Q9 
no j j 7 z 


j. uxJctxj x c ucLux xju^vy 


fi n 
o u 


9 7 
Z / 


R 1 

b X < 


Q 
, b 


DID 


9 
z 


R4 1 R 7 9 
Jjft XO / J 


Hnalf-t"vr>p mnl pnil 3 

uiiui\ y LJ C IllU 1 CL- U X u 


fi i 


9 9 
Z / 


Q 1 
O X . 


. b 


fi 1 fi 


9 
Z 


"RQ 7 n fi fl 


lllUlCLUldx IwllCXJJCX. Ull 


fi 9 

3 Z 


9 9 
Z / 


R 1 

b X . 


Q 
, b 


fi 1 R 
D X o 


9 
z 


C!9 9 9 fi fi 


Hn^Tf - I - "\7T^ pi mo 1 n "1 =i 
vxiidiv i^y^/Kz inuxcLuxa 


fi ^ 


9 9 
Z / 


R 1 

b X . 


O 
. O 


fi9 R 
o z o 


9 
Z 


Q7 9 94 fl 
o / j z ft o 


hvnrih hpt" i pa 1 nrot"P 
iiypuuiicuxLcix ^ixulc 


fi4 


97 


R 1 

O X , 


p 


fi77 


9 


i_i o ^ o z. / 


rpl 1 _di vi qion nrnt 

\^ w -J X VjL -1- V -1. O -i- 1 k/ J- w L#- 


fi fi 


9 9 
Z / 


R 1 

b X , 


. b 


fi 4 R 
b fi b 


9 
Z 


T9 4 7 7 9 
1 O ft / / Z 


r*ci~\ 1 H "i C3 i on nrnt* 

L-.CJXX Ul VXiJXUll jJl. UL 


S fi 


2 7 


ft 1 

O X , 


8 


657 


2 


F.R 9 fifiO 

DO JUUU 


r*p 11 - divi s ion Drot 


CT 

J / 


9 7 


R 1 

O X , 


p 


fi 90 
o y \j 


9 
z 


API 4 fi4 


fpl 1 r?i vi si on nrnt 

V. C J L ^— i X. V X. O .X W i X **J i_ W O 


fi q 


9 9 
Z / 


R 1 

b X , 


p 
, b 


fi Q 1 


9 
Z 


Aui i 09 
M_Cj X X u z 


r^e^T "1 H n c; S nn nrot" 

LC J L Ul V XoXUll |J1UL. 


CQ 


9 7 


fl 1 

O X . 


P 


fi 9 fi. 
o y j 


9 
z 


FR471 4 
rot /x*± 


nrnhahl p ft"«?H rhlo 

ky i- ' iw< cx x. c3 X- loii i-iixw 


fin 


9 7 


R 1 

O X , 


p 


7 R4 


9 
z 


H7 fi 9 9 fl 
n / o .j o o 


DMA hp! i ra^p Pprfi 


fi i 

o X 


9 9 
Z / 


R 1 

O X . 


p 


R R 7 


9 
Z 


T49 fi fi 1 fi 
n y o d x o 


Vi \/nn t~ hpt" i nal nrnt" P 


a 9 
b Z 


9 9 
Z / 


o X 


Q 
. b 


R fl 9 
bo/ 


9 
Z 


a q fi fi i fi 
/\y b o X b 


Vi\/nr^t" hot* i pal r^mt" o 
IiypUL.llCL.lLdl LJXLJL,C 


fi i 


9 9 
Z / 


Q 1 
O X 


Q 
. b 


Q 9 n 

Z U 


9 
Z 


r T4 i fi fi n 

1 fi X U D U 


pnnGPrifPrl h \/r^ o t~ h 
LUiiijci vcu nyLyvjL-iic-L- 


fi a 
b ft 


9 9 

Z / 


R 1 

o X . 


■ b 


1 4 fi 9 
X ft D j 


9 
Z 


C Q fi fi 1 9 


lly kyLV L-llC t — LLdX piULC 


fi fi 

b D 


9 9 
Z / 


R 1 
b X 


Q 
. O 


1 4 fi 9 
X fi b / 


9 
Z 


T4 R 1 fi 9 
X ft O X O Z 


liypULllCLlLCll UXULC 


fi fi 
b b 


9 7 
Z / 


R 1 
O X 


P 


i fi fi n 

X O O U 


9 
Z 


T* 9 fi 9 fl 9 
X J u z o z 


r 1 ^"] c i nm — hi nrii nrr t>t* 
LdXLiuiii jj i iiui iiy £j x. 


fi n 
b / 


9 fi 
Z D 


9R 


P 


D D 


9 
Z 


T19 Q fi fi fi 
D J y u D J 


h nmpnt" i n n "r"o t~ p i n H 

IIUIIICU L X L JJ1ULCX11 1 1 


b o 


9 fi 
Z D 


7fl 


R 


R9 

o Z 


9 
Z 


D JO j 


hompot" "i p nmt'pi n H 


fi Q 
b y 


9 fi 
Z D 


7R 


p 


R R 
o o 


9 
Z 


n9 9 Q 1 4 
U j / -7 X ft 


h nmpnh i r» nrnhpi n P 1 

11UIIICU L X L UXULCX11 v— 


7 n 


9 fi 

Z D 


7R 


R 


19 9 

X Z J> 


9 
Z 


Q fi 7 1 9 9 
o 9 / X Z j 


hvTiot" hp t* i ra 1 "nrnt" p 

ny MO LiiCLXL cx x yj x 


/ X 


9 fi 

Z b 


9 Q 


Q 
. b 


1 AQ 

Xfi y 


9 

z 


T49 fi/1 fi 9 
H / Oft bz 


1 1 y |JO L- 1 1 1; \ — L L, d X tJXLJUt: 


7 9 
/ Z 


9 fi 

z b 


9R 
/ b 


R 
. b 


9 9 4 
Z Z ft 


9 

z 


Q9 fl 7 9 7 
oZ b / o / 


h vnnt" hp t~ i r 1 ^ 1 nrnfp 
JiypuLiJcLxuax pxutc 


9 "i 


9 fi 

z b 


9 Q 


p 


9 9 n 
Z j u 


9 
Z 


Til fl fi 9 


h \mnf h fa t~ "1 ral nrnt"P 

liy L/ULllCLlLCll UXU LC 


9 A 
/ ft 


9 fi 

z b 


9 Q 
/ b 


p 
. b 


9 Q 1 

z y X 


z 


API 9 fi 9 
X J U Z 


h \/r>r^ hhpt" i npi 1 tj irt t" ^ 

lly UULllCLlLdl UXULC 


9 fi 


9 fi 
Z b 


9 Q 
/ b 


p 
. b 


9 Q 1 
Z y X 


9 
Z 


api cia 
X b / fl 


h \rr\ nt"hpt" i 1 r^ml - ^ 

HypULllCLlLdX JJXULC 


9 fi 

/ b 


9 fi 

z b 


9 Q 
/ b 


p 
. b 


9 n 1 
J U X 


9 

z 


C 9 fi fi 9 fi 


hnmpnh n c nrn t~ <=> H n W 

i lO 1 1ICUI — L L pIULCXU IX 


7 7 


9 fi 
z o 


9 R 


R 


9 11 

j X X 


9 
Z 


up "5 A fi 1 
no jivi 


nrnhahl p t"rsn=!rrin 

piUJJCliJIC LL uUSCX Xp 


78 


26 


78 


,8 


321 


1 


E64026 


probable S-adenosy 


79 


26 


78 


. 8 


326 


2 


T42552 


dUTP diphosphatase 


80 


26 


78 


.8 


331 


2 


F64047 


D-2 -hydroxy-acid d 


81 


26 


78 


.8 


333 


2 


A88504 


protein B0361.5 [i 


82 


26 


78 


.8 


341 


2 


T51957 


metal loproteinase 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId-523270&ItemName- 



6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 5 of 26 



O O 
b 3 


9 £ 
z o 


9 ft 


Q 


9 A 9 
3 H Z 


9 
Z 


V30 ft O O 9 


^JJ- UJJdJJlc uic La 1 ivjpi 


84 


9 £T 

Z b 


9 Q 


Q 
O 


344 


9 

z 


Ab y bU / 


f* r~\ r~\ o cx >~t /■ a /^ Vi \ /t^ t" ViQt* 

Luribci veu nypouiicu 


b D 


9 £ 

Z D 


9 P 


Q 
O 


3 ft o 


9 

z 


DC/ 1 I C 
lib f4 IX J 


r*Vi"i ^ m "i tt o — T^iVirrcnh^i o 


O D 


9 £ 
Z O 


9 P 


Q 


9 £ 9 

oof 


9 
Z 


A Q A QQQ 
no ft -/ -7 O 


rtvmrrt" Vi o t* S 1 rr ttt t~ 
iiy^uLncLiLai piuuc 


P 9 
b / 


9 c 

Z b 


9 P 


Q 


1 9 C 

3 / b 


9 

z 


A Q Q Q C 9 

/\o y y D / 


lr\/T9rTi" Vl^ t* 1 r~* .3 1 TTT"Oi~Ci 
ItypULUC LlLai |J-L^L,C 


R R 
O O 


Z D 


7 ft 


Q 

o 


A. 1 P 
ft i. o 


9 
Z 


Hft4 1 fi4 


hvnnt" rip t" i r*^i 1 nTor*p 


o y 


9 £ 
z o 


9 ft 


Q 
O 


A 1 P 


9 
Z 


fp/i 9 c n 


torr t~ q q t i im rh^nnpl 




9 

z o 


7ft 


Q 
O 


a 9 n 

ft J u 


9 
Z 


Pft 4. IPO 
o ft ± -/ u 


t" T*\/Tot" nnhfl a cjvnfh^i q 
Li. y^LUjJitati oy li unao 


y i 


9 £ 
Z D 


9 P 


Q 
O 


A P 9 
4 o 3 


9 
Z 


Oft 9 J ft / 


pi. UJJclUX C Vj JJLULC1I1 


Q 9 

y z 


9 £T 
Z D 


9 P 


Q 

o 


bU 3 


9 
Z 


r n9 one 
1 3 y 3 / b 


tt v/9V^ra V'k 1 q A T" D _ Hanan 

pxojjciijxe hi r-uepcii 


y 3 


9 C 

z b 


9 P 


Q 

o 


bib 


9 
Z 


bb 3 bz b 


<a piuCcin-LUUpitJU 


y 4 


9 £T 

z b 


9 Q 


Q 
O 


bb 1 


9 

z 


r / Uboft 


riypoune c x La x piouc 


y d 


z b 


9 P 


Q 
O 


D b X 


9 
Z 


1 1UU4D 


n \/tt of hp 1 — 1 c* z\ ~\ TOT"ot"P^ 

iiypULIiC LlLCll JJi- U LC 


y o 


9 a 
z b 


9 P 
/ O . 


Q 

O 


b / 1 


1 


CI A 9 c 9 

o3 Uz b3 


(~1 ADA hrancnnrf" 

LlallbpUI L pXvJ 




z o 


9R 


O 

o 


CT1 
D / X 


9 
Z 




C*. v». v^. L> V_/ X U i — L, CI ^ v_: u y 11 LW 


Q Q 

y o 


9 £ 
Z D 


9P 


Q 
O 


D / O 


9 
Z 


T?ft 9 H99 
DOZ u / z 


z\ re* t* a1 ^ r*t" p t* Qvnfh 

aLC Ld LC oy 11 LI 1 


y y 


9 £ 

z b 


9 P 


Q 


D / *± 


9 
Z 


(9ft 9 n ^ Q 

UO jU 


afpt"nl /^r'r'^t - ^ q \/ a t" H 

aLC LvJImL LaLC o y il Lll 


inn 
J. u u 


9 £ 
Z b 


9 P 


Q 
O 


D / D 


9 
Z 


r*9 n 9 ft i 


torrrVr^lol f"i9T*R ttt~o r* 

piUJJaUIC JLpi-lJ J-'JLL'L 


1 U 1 


9 a 
z b 


9 P 


Q 

o 


b / b 


9 
Z 


at? n i qc; 
Hr U X b b 




J. u z 


9 £ 

z b 


9 P 


Q 
O 


/ x b 


9 
Z 


T?R 9 C 9 n 
Xli O Z D Z U 


TO^TO t"l Hvl — Hi TO f^TO f" 1 H ^ 

pcpuiuy i uxpcptiua 


tat 
1U 3 


9 £T 

z b 


9 O 


Q 
O 


Q 1 Q 
O 1 O 


1 


TfM "5 Q 9 

J L4 3 y / 


r\ a y" /~\ *v i nonl" n n r'xvo^'ii 


t a /i 
1U4 


9 £T 

z b 


9 Q 
/ O . 


Q 

o 


Q 9 Q 

o / y 


9 

z 


no C Q A 9 

jjy b y uz 


i v iuk uypc pciuicaoc 


T A C 

1U b 


9 c 
z b 


9 Q 


Q 
O 


q q r\ 


9 

z 


A T? 9 1 9 Q 

/\r Z X Z o 


IiypULIlcLlLal piuue 


i n c 
lUb 


9 C 
Z b 


9 P 


Q 
O 


Q 1 9 

y x ^ 


9 
Z 


TI 9 9 P 
1 X D Z / o 


h \/nn t-hpi — i r*^j 1 TTT"rot~^ 

liy |JU LUC LXL.C3.X ^i.L»LC 


X'J / 


9 C 

z b 


9 P 


Q 


X X O D 


9 
Z 


T9 C 9 C 1 
Ijd / b x 


Ul UUuJJIC UlMrt -1. y IU 


108 


9 C 

z b 


9 O 


O 

o 


lz U 1 


z 


A C 9 "3 C Q 

Ab / 3 b y 


alllllin - tlUlL LX 


t a q 

iu y 


9 c 
z b 


9 Q 


Q 

o 


13/1 


9 

z 


Do Z b U b 


TOM S r»ri ma qp YT?9HC1 
Ltri i\ p L ± 1 1 let g tr AfZUDl 


Tin 
1 1 U 


9 c 
z b 


9 Q 


Q 

o 


lbbo 


9 
Z 


ti9 1 cm 
i3 / X b U 3 


D 17 G A _ T4 "5 ant"i fTOTi DT7 
Kfion flj allLiycii rr 


i i i 
XXX 


9 a 
Z b 


9 P 


Q 

o 


i / y b 


9 

z 


19 Q 9 9 1 9 

uy / j x z 


liy pvj L IlC L J. L.O. J. pi U LC 


T T 9 

X X Z 


9 c 
Z b 


9 P 


Q 
O 


9 n i 9 

Z U 1 3 


9 

z 


ATT 1 1 9 Q 

/-yj x xz y 


px uuaJJi c pepLiuuy x 


ITT 


9 c 
z b 


9 O 


o 
O 


9 C Q Q 

z b y y 


9 

z 


A Q C C 1 C 

Ay b b X b 


unjvnown pxuLcin rx 


114 


9 c 
z b 


9 C 

/ b . 


Q 

o 


i b 


9 
Z 


AC c Q 9 n 
Ab b y / u 


(9T ,V1VI A 1 — crT\/VTf3^A ( 
uXi I i v x/-vx. ouyDcau \ 


lie; 
_L X D 


9 R 
Z D 


9 c; 


Q 
O 


9 cj 


9 
Z 


a 9 p p zi n 


Trr V^toto^ rhfli n V y 
j. y a. ci c*. l i la. j. ii v i. 


116 


9 c 
z b 


/b . 


o 

O 


i u y 


9 
Z 


id 9 n yi i n 
J3 / U4 XU 


t/KqD v t - q t t"» V> /™\m "1 

yxjei5 proLcin nQtiiux 


117 


9 c 
z b 


9 C 

/b . 


o 
o 


113 


9 
Z 


A T? 1 QTO 

Ar X y 3 o 


fiypOLllcLlLaX pXULC 


lib 


9 c; 
2 b 


9 C 

/b . 


o 
o 


lib 


9 

z 


bz u o y ft 


ilwIllCLj L ± L. pXULCXll L- 


119 


2 5 


75 . 


o 
o 


lib 


z 


l\T?1 9 C O 

Ah X / b 3 


vJlTXbX IDaC LcX XOpila 


ion 
XZ U 


9 c; 
Z b 


9 R 

/ b . 


Q 
O 


19 1 

X Z X 


9 
Z 


r»9 C 9 Q A 


liypULUC LILal piULC 


Xz X 


9 c 
z b 


9 C 

/ b . 


Q 
O 


x z b 


9 

z 


C A C A /l 9 

o u b u ft z 


f- y a n c pyi TO t" T mr "F p t" 
LXctllbLX ipLXUll iaL L 


12 2 


9 c 
z b 


9 C 

/ b . 


Q 

O 


1/19 
Xft 3 


9 
Z 


P71 Q Q A 
va / X o o U 


IiypULIlC LXLaX piuLC 


TOT 
Xz 3 


z b 


9 C 

/b . 


Q 

o 


1/19 
Xft 3 


9 
Z 


T7C 4 C 9 A 
r bft b 3ft 


a\a9/9"I~ It o t~ "i pa 1 nyol*P 
nypuLiic LXLax piuuc 


19/1 
X Z ft 


9 R 
Z D 


9 


Q 
O 


ID / 


9 
Z 


pq 9 A 9 9 


nnph^rarfpyi 7pH tot" 

UtlLllCll uLLCXX^CU J- 


1 9 C 

Xz b 


9 C 

z b 


9 C 

/ b , 


Q 

o 


ICC 
X b b 


9 

z 


T-IP 9 9 C 9 
Mb Z z b O 


nhncnhnh\;ync i tip tot* 
pnuopnuLy xus uic c 


T 9 

Xz b 


9 c 
z b 


9 C 

/ b . 


o 
o 


19 1 
X / X 


9 

z 


L. y / X b 9 


■FT arrol "1 a-r" TTT~r > st~P»"i a 
XXaMcxxax pxuLCiii 


TOT 

XZ^ / 


9 c 
z b 


9 C 

/ b . 


D 

o 


1 9 Q 

x / y 


9 
Z 


Aft b ft ft / 


liy L1X Ljy clla. oc IcldLC 


12 8 


9 tz 

z b 


9 C 

/b . 


o 
o 


TOO 

Xb z 


9 

z 


A T A T OA 

AX U X 3 U 


COIlfacI VcU liypL/LIlcL 


T 9 C 

lz y 


9 c 
z b 


9 C 

/ b . 


o 
o 


o n o 
z U z 


9 
Z 


DQCQQ1 

ii y b o o 3 


pxuuaiJXc Li ctiiibL.x xp 


13 0 


2 5 


9 C 

/ b . 


o 
o 


2 2 0 


n 
Z 


A U 9 9 1 9 

Anz z X Z 


LxanspvJXL piULcXIl 


131 


9 c 
z b 


9 C 

/ b . 


o 
o 


9 9 T 
Z Z X 


9 
Z 


v_ / U / Ufi 


pxL/lJcliJXc XVJL.U i Y iy 


132 


2 5 


75 . 


8 


22 3 


z 


rp9 o q n t 

Izzyll 


nyTpOLneLicax prOLe 


T T 9 
1 J 3 


9 c 

z b 


9 C 

/b , 


o 
o 


9 9 9 
Z 3 3 


9 

z 


TTJ A O 9 9 

JHU3 /z 


ftZA SUI IdLc y XyLUp 


134 


2 5 


75 . 


o 
o 


9^9 

z b 3 


z 


ATT9 O 9 1 

ADz b z X 


♦-DMA / ■v'O MA mot-'VT'l t-va 
lKINA/ iKJNA lUcLyXLla 


IOC 

13d 


9 C 

z b 


9 C 

/ b . 


Q 

o 


9 C Q 

Zoo 


9 
Z 


DC/ T 1 Q 

rib ft j X o 


IiypL' L ilC L X La. X pXULC 


1 "J ^ 

13 o 


9 c 
z b 


9 C 

/ b , 


Q 

o 


9 9 9 
Z / 3 


9 
Z 


T-IC Q9 n c 

rib y z u b 


s-\ -J Vj\/p!'i , '"'pifT , "i ttt rril 1 a a t* 

LIXliyLli UUipiLUl XI id L 


1 ~> 9 
13 / 


z b 


9 C 

/b . 


o 
o 


9 9/1 
Z / 4 


1 


CTTTaCTT 


SUDLXXXbXil \ Ei\~ J . 4 


1 TO 
1 J O 


9 c; 
Z 3 


9 ^ 


Q 

, o 


9 9 C 
Z / D 


9 
Z 


TM A 9 1 Q 
1 ft ft j J. 3? 


VlT AO O t* A t* "1 Pa 1 TOT"Ot"P 
IiypULIlC LlLaX {J1ULC 


139 


25 


75 . 


, 8 


279 


2 


G83837 


pyrrol ine - 5 - carbox 


140 


25 


75 . 


, 8 


281 


2 


AD2283 


hypothetical prote 


141 


25 


75 . 


8 


285 


2 


T27458 


hypothetical prote 


142 


25 


75 . 


,8 


288 


2 


A89431 


protein K02E2 . 5 [i 


143 


25 


75 . 


,8 


292 


1 


A40650 


UTP-glucose-l-phos 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523270«&ItemName=... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 62 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 

6,rup. 



Score Home Retrjeye_Application SCORE. System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-6.rup. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: May 25, 2006, 16:01:54 ; Search time 93.8519 Seconds 

(without alignments) 
68.993 Million cell updates/sec 

Title : US -10-618-338-6 

Perfect score: 33 
Sequence : 1 AATNLAD 7 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 33 100.0 

2 33 100.0 

3 33 100.0 

4 33 100.0 



81 2 Q5R3T5_MOUSE 

487 2 Q65ZL2_9MURI 

514 2 Q64BG4_9ARCH 

74 9 2 Q2WA97_MAGSA 



Q5r3t5 mus musculu 
Q65zl2 mus sp . fv/ 
Q64bg4 uncultured 
Q2wa97 magnetospir 
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SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
7,rag- 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Sugg estions 



This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-7. rag. 

start 

Go Back to previous pag e 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title ; 



May 25, 2006, 16:01:34 



Search time 98.8333 Seconds 
(without alignments) 
41.635 Million cell updates/sec 



US-10-618-338-7 



Perfect score: 47 



Sequence : 



1 QQVYSSPFT 9 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters; 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 

Listing first 1000 summaries 



2589679 



Database 



A_Geneseq_8 : * 



1 

2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2000s : * 
geneseqp2001s : * 
geneseqp2002s : * 
geneseqp2 003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
7.rai. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sug g estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-7. rai. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:27:16 ; Search time 26 Seconds 

(without alignments) 
30.299 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-618-338-7 
47 

1 QQVYSSPFT 9 



Scoring table : 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 650591 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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SCORE Search Results Details for Applicatior 
10618338 and Search Result us-10-618-338-7.ra 

Score Home Pa ge Retrieve Application List SCORE System Overview SCQRE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 

7.rapbm. 

start 

Go. Back to pre' 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein 



Run on: 



protein search, using sw model 
May 25, 2006, 16:27:55 



Search time 84.8333 Seconds 
(without alignments) 
49.143 Million cell updates/sec 



Title : US -10-618 -338-7 

Perfect score: 47 



Sequence : 
Scoring table: 



1 QQVYSSPFT 9 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



2097797 



Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB .pep : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB . pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 










Description 




1 


47 


100.0 


9 


3 


US- 


09 


-293 


-854 


-7 


Sequence 7 , 


Appli 


2 


47 


100.0 


9 


3 


US- 


09 


-990 


-586 


-7 


Sequence 7, 


Appli 


3 


47 


100.0 


9 


4 


US- 


10 


-293 


-417 


-7 


Sequence 7, 


Appli 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523274&ItemName=... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 46 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
7,rapbn, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 

338-7. rapbn. 

start 

Go Back to previous 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:31:10 ; Search time 4.33333 Seconds 

(without alignments) 
23.131 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-618-338-7 
47 

1 QQVYSSPFT 9 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



56051 seqs, 11137335 residues 



Total number of hits satisfying chosen parameters: 56051 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Published_Applications_AA_New: * 

1 : /EMC__Celerra_SIDS3/ptodata/2 

2 : /EMC_Celerra_SIDS3/ptodata/2 

3 : /EMC_Celerra_SIDS3/ptodata/2 

4 : /EMC_Celerra__SIDS3/ptodata/2 

5 : /EMC_Celerra_SIDS3/ptodata/2 

6 : /EMC_Celerra_SIDS3/ptodata/2 

7: /EMC_Celerra_SlDS3/ptodata/2 

8 : /EMC_Celerra_SIDS3/ptodata/2 



/pubpaa/US09_NEW_PUB . pep 
/pubpaa/US06_NEW_PUB . pep 
/pubpaa/US07_NEW_PUB . pep 
/pubpaa/US 0 8JSJEW_PUB . pep 
/pubpaa/PCT_NEW_PUB . pep : * 
/pubpaa/US10_NEW_PUB.pep 
/pubpaa/USll_NEW_PUB.pep 
/pubpaa/US60_NEW_PUB.pep 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523275&ItemName=.. 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-61 8-3... Page 1 of 42 



Score Home Pa ge Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 
start 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: May 25, 2006, 16:14:40 ; Search time 15 Seconds 

(without alignments) 
57.730 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-618-338-7 
47 

1 QQVYSSPFT 9 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : 



PIR_80 : * 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


43 


91 


.5 


109 


2 


JN0296 


Ig kappa chain V-J 


2 


38 


80 


. 9 


109 


2 


S31981 


Ig kappa chain - h 


3 


38 


80 


. 9 


109 


2 


S32001 


Ig kappa chain - h 


4 


38 


80 


. 9 


109 


2 


S31983 


Ig kappa chain - h 


5 


38 


80 


. 9 


109 


2 


S31980 


Ig kappa chain - h 


6 


38 


80 


. 9 


109 


2 


S31979 


Ig kappa chain - h 


7 


37 


78 


.7 


132 


2 


S46373 


Ig kappa chain V-J 


8 


36 


76 


. 6 


106 


2 


A49138 


IgA kappa rheumato 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523276&ItemName=... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 62 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
7,rup- 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-7. rup. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: May 25, 2006, 16:01:54 ; Search time 120.667 Seconds 

(without alignments) 
68.993 Million cell updates/sec 

Title : US- 10 -6 18 -3 38 -7 

Perfect score: 47 

Sequence: 1 QQVYSSPFT 9 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1: uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query- 
No. Score Match Length DB ID Description 



1 39 83.0 

2 38 80.9 

3 37 78.7 

4 37 78.7 



14 9 2 Q6D591_ERWCT 

8 06 2 Q6AX43_XENLA 

895 2 Q84UI6JDRYSA 

8 95 2 Q8LLD6_ORYSA 



Q6d591 erwinia car 
Q6ax4 3 xenopus lae 
Q84ui6 oryza sativ 
Q811d6 oryza sativ 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523277&ItemName-... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 85 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
8-rag, 



Score Home Retrieve Application SCORfLSyjstem SCORE Comments / 

Page List OyervLeyy FAQ Sugg estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-8. rag. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: May 25, 2006, 16:01:34 ; Search time 65.8889 Seconds 

(without alignments) 
41.635 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-618-338-8 
35 

1 TDYNVY 6 



Scoring- table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



2589679 



Database 



A_Geneseq_8 : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 



geneseqpl980s : * 
geneseqpl990s : * 
geneseqp2 00 0s : * 
geneseqp2 001s : * 
geneseqp2002s : * 
geneseqp2003as : * 
geneseqp2003bs : * 
geneseqp2004s : * 
geneseqp2005s : * 
geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523278&ItemName=... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 64 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 

8.rai. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Sug g estions 



This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-8. rai. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright <c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



May 25, 2006, 16:27:16 ; Search time 17^3333 Seconds 

(without alignments) 
30.299 Million cell updates/sec 

US-10-618-338-8 
35 

1 TDYNVY 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



650591 seqs, 87530628 residues 



650591 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 

Listing first 1000 summaries 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5__COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_CelerraJ3IDS3/ptodata/2/iaa/H_C0MB.pep: * 

5 : /EMC_CelerrajSIDS3/ptodata/2/iaa/PCTUS_COMB . pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB .pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB 



ID 



Description 



http://es/ScoreAccessWeb/GetItem.action?AppId-10618338&seqId=523279&ItemNam 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 55 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
8,rapbm, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sug g estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 
618-338-8. rapbm. 

start 

Go Back to previous, page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: May 25, 2006, 16:27:55 ; Search time 56.5556 Seconds 

(without alignments) 
49.143 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



US-10-618-338-8 
35 

1 TDYNTVY 6 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2097797 seqs, 463214858 residues 



Database : 



Total number of hits satisfying chosen parameters: 2097797 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 1000 summaries 

Published_Applications_AA_Main: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB .pep : 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB .pep : 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09__PUBCOMB .pep: 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB .pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBC0MB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523280&ItemName=... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 44 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
8.rapbn. 



Score Home 
Rage 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Sugg estions 



This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 

338-8. rapbn. 

start 

Go. Back to previous p 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: May 25, 2006, 16:31:10 



Search time 2.88889 Seconds 
(without alignments) 
23.131 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



US-10-618-338-8 
35 

1 TDYNVY 6 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 
56051 seqs, 11137335 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



56051 



Database : Published_Applications_AA_New : 

1 : /EMC_Celerra_SIDS3/ptodata/ 

2 : /EMC_Celerra_SIDS3/ptodata/ 

3 : /EMC_Celerra__SIDS3/ptodata/ 

4 : /EMC_Celerra_SIDS3/ptodata/ 

5 : /EMC_Celerra_SIDS3 /ptodata/ 

6 : /EMC_Celerra_SIDS3 /ptodata/ 

7 : /EMC_Celerra__SIDS3 /ptodata/ 

8 : /EMC_Celerra_SIDS3/ptodata/ 



2/pubpaa/US09_NEW_PUB .pep : * 
2/pubpaa/US06 JSIEW_PUB .pep : * 
2 /pubpaa /US 0 7_NEW_PUB . pep : * 
2 /pubpaa/USO 8_NEW_PUB . pep : * 
2 /pubpaa /PCT_NEW_PUB. pep: * 
2/pubpaa/US10_NEW_PUB .pep : * 
2/pubpaa/USll_NEW_PUB .pep : * 
2/pubpaa/US6 0_NEW_JPUB .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



http://es/ScoreAccessWeb/Ge^ 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 43 



Score Home Pa ge Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 
start 



GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title : 

Perfect score: 
Sequence : 



May 25, 2006, 16:14:40 ; Search time 10 Seconds 

(without alignments) 
57.730 Million cell updates/sec 

US-10-618-338-8 
35 

1 TDYNVY 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs , 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



283416 



Database 



PIR_80 :* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


34 


97.1 


1225 


1 


S24284 


E2 glycoprotein pr 


2 


34 


97.1 


1225 


2 


A36607 


E2 glycoprotein - 


3 


34 


97 . 1 


1447 


1 


VGIHE3 


E2 glycoprotein pr 


4 


34 


97 . 1 


1447 


1 


VGIHE2 


E2 glycoprotein pr 


5 


34 


97.1 


1449 


1 


A43573 


E2 glycoprotein pr 


6 


34 


97.1 


1449 


1 


VGIHFS 


E2 glycoprotein pr 


7 


34 


97 . 1 


1449 


2 


S47423 


E2 glycoprotein pr 


8 


34 


97 . 1 


1451 


1 


JQ1719 


E2 glycoprotein pr 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523282&ItemName-... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 65 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
8-rup, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us- 10- 

618-338-8. rup. 

start 

Go Back to previous pag e 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:01:54 ; Search time 80.4444 Seconds 

(without alignments) 
68.993 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



Searched: 



US-10-618-338-8 
35 

1 TDYNVY 6 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2849598 seqs, 925015592 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 

Listing first 1000 summaries 



2849598 



Database : 



UniProt_7 .2 : * 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



MO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


35 


100 .0 


240 


2 


Q4Y2U2_PLACH 


Q4y2u2 Plasmodium 


2 


35 


100 .0 


333 


2 


Q9DGU2_YLDV 


Q9dgu2 yaba-like d 


3 


35 


100 .0 


724 


2 


Q61LQ7_CAEBR 


Q611q7 caenorhabdi 


4 


35 


100 .0 


870 


2 


Q7R8W9_PLAYO 


Q7r8w9 Plasmodium 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523283&ItemName=... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 85 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 
9, rag- 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-9. rag. 

start 

Go Back to previous page 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on : 



Title : 
Perfect score: 97 
Sequence : 



May 25, 2006, 16:01:34 ; Search time 186.685 Seconds 

(without alignments) 
41.635 Million cell updates/sec 

US-10-618-338-9 



1 YIDPYNGITIYDQNFKG 17 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2589679 seqs, 457216429 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



2589679 



Database : A_Geneseq__8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3 : geneseqp2 0 00s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

10 : geneseqp2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=523284&ItemName=... 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us- 10-6 18-3... Page 1 of 63 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338-9.ra 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 

338-9. rai. 

start 

Go. Back to previous p 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:27:16 ; Search time 49.1111 Seconds 

(without alignments) 
30.299 Million cell updates/sec 

Title : US-10-6 18 -338-9 

Perfect score: 97 

Sequence: 1 YIDPYNGITIYDQNFKG 17 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 650591 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 

Listing first 1000 summaries 



Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl . pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 97 100.0 17 1 US-08-814-806-9 Sequence 9, Appli 

http://es/ScoreAccessWeb/GetItem.action?AppId=10618338&seqId=52 6/12/2006 



SCORE Search Results Details for Application 10618338 and Search Result us-10-618-3... Page 1 of 54 



SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 

9.rapbm. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Sugg estions 



This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 
338-9. rapbm. 

start 

Go Back to previous 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on : 



Title : 

Perfect score: 
Sequence : 



May 25, 2006, 16:27:55 



US-10-618-338-9 
97 

1 YIDPYNGITIYDQNFKG 17 



Search time 160.241 Seconds 
(without alignments) 
49.143 Million cell updates/sec 



2097797 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /EMC_Celerra_SlDS3/ptodata/2/pubpaa/US08_PUBCOMB .pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B__PUBCOMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBC0MB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB 



ID 



Description 
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SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338- 

9.rapbn. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Sugg estions 



This page gives you Search Results detail for the Application 10618338 and Search Result us-10-6: 

338-9. rapbn. 

start 

Go Back to previous 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: May 25, 2006, 16:31:10 



Search time 8.18519 Seconds 
(without alignments) 
23.131 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



US-10-618-338-9 
97 

1 YIDPYNGITIYDQNFKG 17 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 



56051 seqs, 11137335 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length : 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



56051 



Database : 



Publ i shed_Appl i ca t ions_AA_New : 
SIDS3/ptodata/ 
_SIDS3/ptodata/ 
SIDS3/ptodata/ 
SIDS3/ptodata/ 
SIDS3/ptodata/ 
SIDS3/ptodata/ 
SIDS3/ptodata/ 
_SIDS3/ptodata/ 



/EMC_Celerra_ 
/EMC_Celerra^ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC_Celerra_ 
/EMC Celerra 



2/pubpaa/US0 9_NEW_PUB .pep : 
2 /pubpaa/US06_NEW_PUB . pep : 
2/pubpaa/US07_NEW_PUB .pep: 
2/pubpaa/US08_NEW_PUB .pep: 
2/pubpaa/PCT_NEW_PUB . pep : * 
2/pubpaa/US10_NEW_PUB . pep : * 
2 /pubpaa /US 1 1_NEW_PUB . pep : * 
2/pubpaa/US60_NEW_PUB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:14:40 ; Search time 28.3333 Seconds 

(without alignments) 



Title: US- 10 -618 -338 -9 

Perfect score: 97 

Sequence: 1 YIDPYNGITIYDQNFKG 17 



57.730 Million cell updates/sec 



Scoring table: 



BL0SUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


66 


68 


.0 


138 


2 


PH0105 


anti-digoxin trans 


2 


65 


67 


. 0 


120 


2 


A49982 


Ig heavy chain V r 


3 


63 


64 


. 9 


98 


2 


S17604 


Ig heavy chain V r 


4 


63 


64 


. 9 


107 


2 


S26320 


Ig heavy chain V r 


5 


63 


64 


.9 


114 


2 


S26319 


Ig heavy chain V r 


6 


63 


64 


.9 


135 


2 


PS0057 


Ig heavy chain pre 


7 


63 


64 


.9 


139 


2 


A27609 


Ig heavy chain pre 


8 


62 


63 


.9 


138 


2 


S45249 


Ig heavy chain pre 
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9.rup. 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10618338 and Search Result us-10- 

618-338-9. rup. 

start 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 

Run on: May 25, 2006, 16:01:54 ; Search time 227.926 Seconds 

(without alignments) 
68.993 Million cell updates/sec 

Title: US-10-618-338-9 
Perfect score: 97 

Sequence: 1 YIDPYNGITIYDQNFKG 17 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 68 70.1 481 2 Q8VCV5_MOUSE Q8vcv5 mus musculu 

2 60 61.9 118 2 Q5R3X0_MOUSE Q5r3x0 mus musculu 

3 60 61.9 488 2 Q91WR1_M0USE Q91wrl mus musculu 

4 57 58.8 120 2 Q920E8_MOUSE Q920e8 mus musculu 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:01:34 ; Search time 87.8519 Seconds 

(without alignments) 
41.635 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



US-10-618-338-10 
40 

1 DVTTALDF 8 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 



2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2589679 



Post-processing : 



Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : A_Geneseq_8 : * 

1: geneseqpl980s : 

2: geneseqpl990s ; 

3: geneseqp2000s : 

4: geneseqp2001s : 

5: geneseqp2002s : 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 
10: geneseqp2006s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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SCORE Search Results Details for Application 
10618338 and Search Result us-10-618-338-10 
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start 

Go Back to pre* 

GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: May 25, 2006, 16:27:16 



Search time 23.1111 Seconds 
(without alignments) 
30.299 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-618-338-10 
40 

1 DVTTALDF 8 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



650591 



Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB . pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep:* 

7 : /EMC__Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 40 100.0 8 1 US-08-814-806-10 

2 40 100.0 8 2 US-09-293-854-10 



Sequence 10, Appl 
Sequence 10, Appl 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
May 25, 2006, 16:27:55 



Run on : 
Title : 

Perfect score: 
Sequence : 

Scoring table: 
Searched: 



Search time 75.4074 Seconds 
(without alignments) 
49.143 Million cell updates/sec 



US-10-618-338-10 
40 

1 DVTTALDF 8 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2097797 seqs, 463214858 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2097797 



Post-processing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 1000 summaries 

Published_Applications_AA_Main : • 



/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB .pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB .pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep : i 
/EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


40 


100 


0 


8 


3 


US-09-293-854-10 


Sequence 


10, 


Appl 


2 


40 


100 


0 


8 


3 


US-09-990-586-10 


Sequence 


10, 


Appl 


3 


40 


100 


0 


8 


4 


US-10-293-417-10 


Sequence 


10, 


Appl 


4 


40 


100 


0 


8 


4 


US-10-310-113-10 


Sequence 


10, 


Appl 
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GenCore version 5.1.8 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: May 25, 2006, 16:31:10 ; Search time 3.85185 Seconds 

{without alignments) 
23.131 Million cell updates/sec 

Title : US- 10 -618 -338-10 

Perfect score: 40 

Sequence: 1 DVTTALDF 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 56051 seqs, 11137335 residues 

Total number of hits satisfying chosen parameters: 56051 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Published_Applications_AA_New : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB .pep : * 

2 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US06_NEW_PUB .pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW_PUB .pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW__PUB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW__PUB.pep:* 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 
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A;Cross-references: UNIPROT:O07792; UNIPARC:UPI000004B70D; GB:Z97182; GB:AL123456; NI 
coelicolor C;Species: Streptomyces coelicolor C;Date: 05-Nov-1999 #sequence_revision 05-Nov-1< 
SCOEDB:SC7H1.28c A; Experimental source: strain A3(2) C;Genetics: A;Gene: cbiO; SCOEDB:SC7l 
D95168 R;Tettelin, H.; Nelson, K.E.; Paulsen, I.T.; Eisen, J. A.; Read, T.D.; Peterson, S.; Heidelber 
Morrison, D.A.; Hollingshead, S.K.; Fraser, CM. A;Title: Complete Genome Sequence of a virulent 
protein ydeD Query Match 75.0%; Score 30; DB 2; Length 298; Best Local Similarity 62.5%; Pred. 
DeHoff, B.S.; Estrem, S.; Fritz, L.; Fu, D.J.; Fuller, W.; Geringer, C; Gilmour, R.; Glass, J.S.; Khoj 
Bacterium Streptococcus pneumoniae Strain R6. A;Reference number: A97872; MUID:21429245; I 
| : 1 1 1 Db 230 DIPTSLDF 237 RESULT 24 T03373 probable G-box binding factor 8 - rice C;Species: C 
A;Residues: 1-360 A;Cross-references: UNIPROT:Q40645; UNIPARC:UPI00000A8257; EMBL:U422< 
[imported] - Yersinia pestis (strain C092) C;Species: Yersinia pestis C;Date: 02-Nov-2001 #sequei 
S.; Oyston, P.C.F.; Quail, M.; Rutherford, K.; Simmonds, M.; Skelton, J.; Stevens, K.; Whitehead, 
C;Superfamily: flagellin Query Match 75.0%; Score 30; DB 2; Length 369; Best Local Similarity 10 

C. C.Y.; Clausen, I.G.; Curtis, B.A.; De Moors, A.; Erauso, G.; Fletcher, C; Gordon, P.M.K.; Heikam 
A;Residues: 1-397 A;Cross-references: UNIPROT:Q97V92; UNIPARC:UPI0000064834; GB:AE0066< 
horikoshii C;Date: 14-Aug-1998 #sequence_revision 14-Aug-1998 #text_change 05-Oct-2004 C;A 
A;Title: Complete sequence and gene organization of the genome of a hyper-thermophilic archaebc 
an interim accession for a sequence replaced by GenBank C;Genetics: A;Gene: PH0196 C;Superfar 
#sequence_revision 13-Sep-1998 #text_change 09-Jul-2004 C;Accession: F71547 R;Stephens, R.: 
UNIPROT:084178; UNIPARC:UPI00000D3302; GB:AE001291; GB:AE001273; NID:g3328573; PIDf 
norvegicus (Norway rat) C;Date: 09-Dec-1997 #sequence_/evision 09-Dec-1997 #text_change 23 
UNIPARC:UPI000017CA18; GB:U35244 A;Experimental source: brain C;Comment: This protein is i 
31-Dec-1992 #sequence_revision 31-Dec-1992 #text_change 09-Jul-2004 C;Accession: S16261; i 
PID:g21902 R;Ainsworth, C; Clark, J.; Balsdon, J. Plant Mol. Biol. 22, 67-82, 1993 A;Title: Expres: 
and UDP A;Pathway: starch biosynthesis C;Superfamily: starch synthase C;Keywords: amyloplast; 
hypothetical protein AGR_C_4666 [imported] - Agrobacterium tumefaciens (strain C58, Cereon) C; 
C; Gurson, J.; Lomo, C; Sear, C; Strub, G.; Cielo, C; Slater, S. Science 294, 2323-2328, 2001 P 
position: circular chromosome Query Match 75.0%; Score 30; DB 2; Length 619; Best Local Simila 

D. ; Chen, L.; Wood, G.E.; Chen, Y.; Woo, L; Kitajima, J. P.; Okura, V.K.; Almeida Jr., N.F.; Zhou, * 
Zhao, Z.; Dolan, M.; Tingey, S.V.; Tomb, J.; Gordon, M.P.; Olson, M.V.; Nester, E.W. A;Title: The < 
position: circular chromosome Query Match 75.0%; Score 30; DB 2; Length 619; Best Local Simila 
S.; White, O.; Alonso, J.; Altaf, H.; Araujo, R.; Bowman, C.L.; Brooks, S.Y.; Buehler, E.; Chan, A.; 
B.; Langin-Hooper, S.; Lee, A.; Lee, J.M.; Lenz, C.A.; Li, J.H.; Li, Y.; Lin, X.; Liu, S.X.; Liu, Z.A.; Li 
R.W. A;Title: Sequence and analysis of chromosome 1 of the plant Arabidopsis. A;Reference numb< 
Indels 0; Gaps 0; Qy 1 DVTTALDF 8 : 1 1 1 1 1 1 Db 232 EVTKALDF 239 RESULT 34 T05234 hypothetica 
A;Residues: 1-1024 A;Cross-references: UNIPROT:Q9SVP7; UNIPARC:UPI00000A375A; EMBL:AL0. 
C;Species: Staphylococcus aureus C;Date: 10-May-2001 #sequence_revision 10-May-2001 #text_ 
Shiba, T.; Hattori, M.; Ogasawara, N.; Hayashi, H.; Hiramatsu, K. Lancet 357, 1225-1240, 2001 A; 
transcription-repair coupling protein Query Match 75.0%; Score 30; DB 2; Length 1168; Best Loca 
Shea, T.P.; Fujii, C.Y.; Mason, T.M.; Shen, M.; Ronning, CM.; Fraser, CM.; Somerville, C.R.; Vent 
Kaul, S.; Rounsley, S.D.; Shea, T.P.; Benito, M.I.; Town, CD.; Fujii, C.Y.; Mason, T.M.; Bowman, ( 
chromosome 2 of the plant Arabidopsis thaliana. A;Reference number: A84420; MUID:20083487; I 
Indels 0; Gaps 0; Qy 1 DVTTALDF 8 | 1 1 1 1 :| Db 970 DKTTALEF 977 RESULT 37 H70944 hypothetice 
T.; Gentles, S.; Hamlin, N.; Holroyd, S.; Hornsby, T.; Jagels, K.; Krogh, A.; McLean, J.; Moule, S.; 
nucleic acid sequence not shown; translation not shown A;Molecule type: DNA A;Residues: 1-74 
A;Cross-references: UNIPROT:053491; UNIPARC:UPI00000C153D; GB:AL021899; GB:AL123456; 
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15-Oct-1999 #sequence_revision 15-Oct-1999 #text_change 09-Jul-2004 C;Accession: T17947 R; 
72.5%; Score 29; DB 2; Length 104; Best Local Similarity 62.5%; Pred. No. 38; Matches 5; Conse 
the T-DNA region from the Agrobacterium tumefaciens octopine Ti plasmid pTi 15955. A; Reference 
No. 41; Matches 5; Conservative 2; Mismatches 0; Indels 0; Gaps 0; Qy 1 DVTTALD 7 | : 1 1 1 1 : Db 9 
A;Cross-references: UNIPROT:Q20976; UNIPARC:UPI000007E14B; EMBL:Z74038; PIDN:CAA9849i 
Vibrio cholerae (strain N16961 serogroup 01) C;Species: Vibrio cholerae C;Date: 18-Aug-2000 #s< 
Salzberg, S.L.; Smith, H.O.; Colwell, R.R.; Mekalanos, JJ.; Venter, J.C.; Fraser, CM. Nature 406, « 
serogroup 01; strain N16961; biotype El Tor C;Genetics: A;Gene: VC1077 A;Map position: 1 Quen 
F90532 R;Chambaud, I.; Heilig, R.; Ferris, S.; Barbe, V.; Samson, D.; Galisson, F.; Moszer, I.; Dyl 
PIDN:CAC13339.1; GSPDB:GN00153 A;Experimental source: strain UAB CTIP C;Genetics: A;Gene: 
dioxygenase I C;Species: Rhodococcus globerulus C;Date: 25-May-1994 #sequence_revision 06-Jc 
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OM protein - protein search, using sw model 



Run on: May 25, 2006, 16:01:54 ; Search time 107.259 Seconds 

(without alignments) 
68.993 Million cell updates/sec 



Title : US -10-6 18 -338- 10 

Perfect score: 40 

Sequence: 1 DVTTALDF 8 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2849598 seqs, 925015592 residues 

Total number of hits satisfying chosen parameters: 2849598 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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